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Abstract: The tapetum is a single layer of secretory cells which encloses the anther locule and sustains
pollen development and maturation. Upon apoptosis, the remnants of the tapetal cells, consisting
mostly of lipids and proteins, fill the pits of the sculpted exine to form the bulk of the pollen coat.
This extracellular matrix forms an impermeable barrier that protects the male gametophyte from water
loss and UV light. It also aids pollen adhesion and hydration and retains small signaling compounds
involved in pollen–stigma communication. In this study, we have updated the list of the pollen coat’s
protein components and also discussed their functions in the context of sexual reproduction
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1. Introduction
Sexual reproduction is essential for the propagation of higher plants. From an agronomical
point of view, this is a key process as fertilization ensures seed and fruit formation in fruit crop
species. Successful pollination and fertilization in higher plants depend on complex interactions
between the pollen grain and the pistil tissues, involving adhesion, recognition and pollen tube
guidance phenomena [1]. The male gametophyte (pollen), which develops within the anther (the male
reproductive organ), comprises a large vegetative cell enclosing a smaller generative cell that often
divides to form two sperm cells [2]. Disturbance of anther and/or pollen development could have
a detrimental impact on pollen and eventually lead to male sterility [3].
The male gametophyte cells are surrounded by a unique cell wall that consists of two major strata:
an inner pectocellulosic intine, acting as a storage site for hydrolytic enzymes, and an outer exine
composed of a complex biopolymer called sporopollenin [2]. The pollen coat, also called “pollenkitt”
or “tryphine” [4], is an extracellular matrix derived from the anther tapetum. It is deposited on the
outermost surface of the pollen grain following tapetal cell breakdown, filling the spaces and cavities
of the highly sculpted exine (Figure 1a). The lipidic nature of the pollen coat is demonstrated by its
“stainability” with lypophilic dyes such as Nile red (Figure 1b) and its extractability with organic
solvents (Figure 1c,d). The pollen coat is mainly composed of non-polar esters such as sterol esters
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and saturated acyl groups [5]. Non-polar esters may contribute to maintaining the pollen coat in
a semi-solid state, in order to retain proteins and other organic compounds more effectively [6].
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Figure 1. (a) Scanning electron microscopy photomicrograph of an olive pollen grain located on the 
stigmatic surface. The pollen coat (PC) drops fill the cavities of the exine (Ex). (b) Olive pollen grains 
stained with Nile red showing the lipidic nature of the pollen coat (green fluorescence); (c,d) 
Transmission electron microscopy photomicrographs of the olive pollen surface before (c) and after 
(d) the extraction of the pollen coat (asterisks) with cyclohexane. Arrows in (d) denote pollen coat 
remnants after cyclohexane washing. Bars = 10 µm (a,b), 1 µm (c,d). 
The biogenesis of the pollen coat has been intensely studied in the Brassicaceae family. In the 
genus Brassica, two tapetal storage organelles, the elaioplasts and the tapetosomes, play a major role 
in pollen coat formation [5,7]. Elaioplasts are specialized steryl ester-enriched plastids, while 
tapetosomes are composed of oleosin-coated, triacylglycerol (TAG)-enriched lipid droplets, and 
cisternae-like vesicles, both of which are assembled in and detached from the endoplasmic reticulum 
(ER) [8]. After tapetum degradation, elaioplast-derived neutral esters as well as tapetosome-derived 
flavonoids and alkanes are delivered to the pollen surface to form the pollen coat [8–11]. Tapetal 
elaioplasts are also present in other species apart from the Brassicaceae family [12,13]. However, 
species in families other than Brassicaceae seem to lack tapetosome-like subcellular structures [14]. 
Instead, lipid droplets and vesicles appear to be dispersed in the cytoplasm. In the olive tapetum, 
these organelles were observed to be closely packaged structures resembling the tapetosomes of 
Brassicaceae [15]. The transfer of lipidic material to the pollen surface may occur via capillary action 
through pressure exerted by the expanding pollen grains against the disintegrating tapetum [16]. 
In addition to lipids, the pollen coat also contains a number of proteins, most of which are also 
specifically synthesized in the tapetum layer. Information on how these proteins are delivered to the 
pollen coat is scarce. In Brassicaceae, tapetal oleosins are directly delivered to the pollen coat from 
tapetosomes [9]. In maize, glucanase, cysteine (Cys) protease and xylanase enzymes are stored in 
vesicles, vacuoles and the cytosol, respectively, and eventually deposited on the pollen surface 
following tapetal apoptosis [17]. Some of these proteins undergo further proteolytic processing in 
the pollen coat [6,9]. Some allergens such as β-expansins are synthetized in the pollen interior and 
then released to the pollen surface [17]. Other pollen coat proteins are synthesized in both tapetal 
cells and microspores. Thus, SP11 protein is secreted from tapetal cells to the anther locule and then 
translocated to the pollen coat [18]. SP11 protein of gametophytic origin may also be secreted to the 
pollen surface. 
In wet-type stigmas, the surface is covered with a viscous extracellular secretion, while dry 
stigmas, whose surface is coated with a waxy cuticle and a proteinaceous pellicle, lack this secretion 
(Table S1). The pollen coat may mix with the stigma coating at the point of contact, thus mediating 
important processes involved in pollination such as pollen adhesion and hydration, pollen–stigma 
communication and pollen germination. Pollen coat alkanes, or waxes, constitute a relatively 
impermeable barrier that waterproofs the pollen grain, hence maintaining its water status from the 
moment of its dispersal until its capture on a compatible stigma. Flavonoids protect the male 
gametophyte against UV radiation damage during its transport from the anther to a receptive 
stigmatic surface [11]. Pollen coat lipids and proteins also contribute to pollen adhesion and play a 
key role in pollen rehydration on dry-type stigmatic surfaces [19,20]. Thus, disruption of pollen coat 
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The biogenesis of the pollen coat has been intensely studied in the Brassicaceae family. In the genus
Brassica, two tapetal storage organelles, the elaioplasts and the tapetosomes, play a major role in pollen
coat formation [5,7]. Elaioplasts are specialized steryl ester-enriched plastids, while tapetosomes are
composed of oleosin-coated, triacylglycerol (TAG)-enriched lipid droplets, and cisternae-like vesicles,
both of which are assembled in and detached from the endoplasmic reticulum (ER) [8]. After tapetum
degradation, elaioplast-derived neutral esters as well as tapetosome-derived flavonoids and alkanes
are delivered to the pollen surface to form the pollen coat [8–11]. Tapetal elaioplasts are also present
in other species apart from the Brassicaceae family [12,13]. However, species in families other than
Brassicaceae seem to lack tapetosome-like subcellular structures [14]. Instead, lipid droplets and vesicles
appear to be dispersed in the cytoplasm. In the olive tapetum, these organelles were observed to be
closely packaged structures resembling the tapetosomes of Brassicaceae [15]. The transfer of lipidic
material to the pollen surface may occur via capillary action through pressure exerted by the expanding
pollen grains against the disintegrating tapetum [16].
In addition to lipids, the pollen coat also contains a number of proteins, most of which are also
specifically synthesized in the tapetum layer. Information on how these proteins are delivered to
the pollen coat is scarce. In Brassicaceae, tapetal oleosins are directly delivered to the pollen coat
from tapetosomes [9]. In maize, glucanase, cysteine (Cys) protease and xylanase enzymes are stored
in vesicles, vacuoles and the cytosol, respectively, and eventually deposited on the pollen surface
following tapetal apoptosis [17]. Some of these proteins undergo further proteolytic processing in the
pollen coat [6,9]. Some allergens such as β-expansins are synthetized in the pollen interior and then
released to the pollen surface [17]. Other pollen coat proteins are synthesized in both tapetal cells and
microspores. Thus, SP11 protein is secreted from tapetal cells to the anther locule and then translocated
to the pollen coat [18]. SP11 protein of gametophytic origin may also be secreted to the pollen surface.
In wet-type stigmas, the surface is covered with a viscous extracellular secretion, while dry
stigmas, whose surface is coated with a waxy cuticle and a proteinaceous pellicle, lack this secretion
(Table S1). The pollen coat may mix with the stigma coating at the point of contact, thus mediating
important processes involved in pollination such as pollen adhesion and hydration, pollen–stigma
communication and pollen germination. Pollen coat alkanes, or waxes, constitute a relatively
impermeable barrier that waterproofs the pollen grain, hence maintaining its water status from
the moment of its dispersal until its capture on a compatible stigma. Flavonoids protect the male
gametophyte against UV radiation damage during its transport from the anther to a receptive stigmatic
surface [11]. Pollen coat lipids and proteins also contribute to pollen adhesion and play a key role
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in pollen rehydration on dry-type stigmatic surfaces [19,20]. Thus, disruption of pollen coat lipids
and proteins in Arabidopsis delays or blocks pollen hydration and may result in male sterility [21,22].
The pollen coat also carries the male S-determinant involved in self-incompatibility in the Brassicaceae
family [18,23]. Last but not least, the adhesive properties of the pollen coat and its content in lipidic
volatiles may mediate the entomophilous transmission of pollen grains [4]. In this review, we provide
a comprehensive and updated list of pollen coat proteins and also discuss their putative biological
functions in plant reproduction.
2. The Pollen Coat Proteome
The composition of the pollen coat proteome has been investigated in some plants including
species of the Brassicaceae family [24,25], cereal crops, such as rice [26] and maize [27], and the olive
tree [28]. The pollen coat can be effortlessly extracted by surface washing the intact pollen grains
with different organic solvents such as cyclohexane [29], chloroform [27] and diethyl ether [30].
Rinsing times as short as 10 se enable most of the pollen coating material to be removed. Proteins
can be purified and solubilized from pollen coat preparations using sonication [29], precipitation
with acetone [28], phenol-based extraction methods [31] and detergent-containing buffers [27].
Further analytical separation and identification of proteins can be achieved using either protein
microsequencing- or one- or two-dimensional gel-based electrophoretic approaches in combination
with mass spectrometry (MS) analysis. Functional validation of pollen coat proteins can be carried out
using enzyme and immunocytochemical techniques, Agrobaterium-mediated transformation, enzyme
and interaction-immunoprecipitation assays of pollen coat-extracted proteins and Western blotting.
Table 1 lists the pollen coat proteins identified to date and their putative functions in pollination. A full
explanation of each group of proteins is provided below.
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Table 1. List of pollen coat proteins and their putative biological functions.
Protein Name 1 Species 2 Putative Function References
Acetyl cholinesterases (EC 3.1.1.7)
Pollen-stigma communicationAcetyl cholinesterase Olea europaea (EC) [32]
Cholinesterase Vicia faba (EC) [33]
Acylesterases (EC 3.1.1.1) Helianthus annuus (IGEA) Pollen tube growths [34]
Arabinogalactan proteins (JIM13 epitope) Olea europaea (IL) Pollen-stigma adhesion [35]
B-expansins
Pollen tube growth
Cyn d 1 * Cynodon dactylon (WB) [36]
Phl p 1 * Phleum pretense (IL) [37]
EXPB1a (Ory s 1 *) and OsEXPB13 Oryza sativa (MS) [26]
Expansins B1 and B4 xTriticosecale (MS) [38]
β-expansins-1 and 10 (Zea m 1 *) Zea mays (IL/MS/WB) [27,39–43]
B-glucanases (EC 3.2.1.6)
Pollen tube growth
B-1,3-glucanase Zea mays (SQ/IVEA) [44]
Ole e 9 * Olea europaea (MS) [28] (Table S1)
B-glucanase Oryza sativa (MS) [26]
Endo-β-1,3-glucanase xTriticosecale (MS) [38]
Caleosins
Pollen-stigma communication
EF-hand Ca2+-binding protein Arabidopsis thaliana (SQ) [24]
Caleosin Brassica napus (SQ) [25]
Caleosin Olea europaea (IL/WB) [15,45]
ABA-induced caleosin Zea mays (MS) [27]
Calmodulin-like proteins
Pollen tube growthBra r 1 * Brassica rapa (IL/WB) [46]
Serine/threonine kinase Olea europaea (MS) [28] (Table S1)
Cysteine proteases (EC 3.4.22)
Tapetum PCD/Pollen tube growth
CEP1 Arabidopsis thaliana (IL) [47]
BGP-CP * Cynodon dactylon (MS/WB) [36]
Phl p CP * Phleum pretense (WB) [36]
Sor h CP * Sorghum halepense (WB) [36]
Cysteine protease Zea Mays (IL/MS/SQ/WB) [27,48]
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Table 1. Cont.
Protein Name 1 Species 2 Putative Function References
GDSL esterases/lipases (EC 3.1.1.-)
Pollen rehydration/Pollen tube growthEXL4 and EXL6 lipases Arabidopsis thaliana (SQ/WB) [24,49]
GDSL esterase/lipase Olea europaea (MS) [28] (Table S1)
Lipases (EC 3.1.1.3) Helianthus annuus (EC/IVEA) Unknown [34]
Ole e 1 allergen family
Pollen tube growthOle e 1 * Olea europaea (IL) [50,51] (Table S1)
Ole e 1-like * xTriticosecale (MS) [38]
Pectinesterases (EC 3.1.1.11)
Pollen tube growthPectin esterase Brassica napus (SQ) [25]
Ole e 11 * Olea europaea (MS) [28] (Table S1)
Pectate lyases (EC 4.2.2.2)
Pollen tube growthCry j 1 * Cryptomeria japonica (IL) [52,53]
Cup a 1 * Cupressus arizonica (IL) [54,55]
Cry j 1-like * Cupressus sempervirens (IL) [55]
Phl p 4 * Phleum pretense (IL/MS/WB) Unknown [36,56]
Polygalaturonases (EC 3.2.1.15)
Pollen tube growth
Polygalacturonase Brassica napus (IL) [57]
Polygalacturonase Olea europaea (MS) [28] (Table S1)
Polygalacturonase xTriticosecale (MS) [38]
Exopolygalacturonase (Zea m 13 *) Zea mays (MS) [27,44]
Pollen coat protein, class A (PCP-A)
Self-incompatibility/Pollen
rehydration/Pollen adhesion
PCP7-like Brassica napus (IVIA) [58]
PCP7/PCP-A1 Brassica oleracea (IVIA) [29,59,60]
PCP1 Brassica oleracea (SQ) [61]
BcPCP-A1 Brassica rapa (IVIA) [20]
SLR1-BP1 and SLR1-BP2 Brassica rapa (IVIA/MS) [20]
SP11/SCR (male S-determinant) Brassica rapa (IL/IVIA) [18,23,62–64]
Profilins
Unknown
Ole e 2 * Olea europaea (IL/MS) [65]
Profilin/Ory s 12 * Oryza sativa (MS) [26]
Profilin * xTriticosecale (MS) [38]
Profilin/Zea m 12 * Zea mays (MS/SQ) [27,44]
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Table 1. Cont.
Protein Name 1 Species 2 Putative Function References
Receptor-like protein kinases
UnknownKinase Arabidopsis thaliana (SQ) [24]
Protein kinase Brassica napus (SQ) [25]
Subtilisin-like Ser proteases (EC 3.4.21.-)
UnknownSubtilisin-like Ser protease Oryza sativa (MS) [26]




GRP17 Arabidopsis thaliana (MU/PAGE/WB) [22]
GRP14 & GRP16´19 Arabidopsis thaliana (PAGE/SQ) [24]
T3, T5 & T6 oleosins Arabidopsis thaliana (AMT/MU) [14]
BnOlnB;4 Arabidopsis thaliana (AMT/IL/WB) [66]
BnOlnB;4 Brassica carinata (AMT/IL/WB) [67]
BnOlnB;3, BnOlnB;4 & BnOlnB;6 Brassica napus (PAGE/SQ) [68]
BnOlnB1´6 & 11/Pollenins 1´6 & 11 Brassica napus (IL/SQ/WB) [6,25]
BnOlnB;3 & BnOlnB;4 Brassica napus (IL/WB) [8,9]
39-kDa oleosin fragment Brassica oleracea (SQ/WB) [9]
BOPC3, BOPC4 & BOPC5 Brassica oleracea (IS/PAGE/WB) [69]
37-kDa oleosin fragment Brassica rapa (SQ/WB) [8,9]
Xylanases (EC 3.2.1.8)
Pollen tube growth
EXY * Cynodon dactylon (MS/WB) [36]
30-kDa endoxylanase * Phleum pretense (MS/WB) [36]
1,4-β-xylanase Oryza sativa (MS/WB) [26]
Endoxylanase Zea Mays (MS/SQ/WB/IVEA) [27,30,70,71]
1 Allergenic proteins are marked with an asterisk; 2 The methods used to study the pollen coat protein are indicated in parentheses. AMT, Agrobaterium-mediated transformation;
EC, enzyme cytochemistry; IGEA, in gel (polyacrylamide) enzyme assay of pollen coat-extracted proteins; IL, immunolocalization; IS, immunoscreening of a cDNA expression
library; IVEA, in vitro enzyme assay of pollen coat-extracted proteins; IVIA, in vitro and/or in vivo interaction assays; MS, mass spectrometry identification; MU, mutant analysis;
PAGE, SDS-PAGE; SQ, protein micro-sequencing; WB, Western blotting.
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2.1. The Pollen Coat Proteome of Brassicaceae
In the Brassicaceae, the pollen coat of the model plant Arabidopsis thaliana and several species
of the genus Brassica was subjected to proteomic scrutiny (Table 1). In this family, tapetal cells
synthesize a number of specific oleosin-like proteins (T-oleosins), previously called glycine-rich
proteins [24] and oleo-pollenins [25], which are the most abundant proteinaceous components of the
pollen coat (Table S2). All T-oleosins comprise a conserved hydrophobic lipid-binding hairpin motif of
~70 nonpolar amino acid residues (AAs), which resembles that of seed and pollen oil-body-associated
counterparts flanked by hydrophilic/amphipathic N- and C-terminal regions. The N-terminus is
highly variable in length (6–68 AAs) and amino acid composition [68]. The C-terminus is also highly
variable in length (28–1000 AAs) and contains repeating motifs [lysine (Lys)/glycine (Gly) and Gly-rich
domains and proline (Pro)/alanine (Ala) repeats] that allow these proteins to evolve rapidly [72,73].
T-oleosins are targeted to oil bodies in tapetosomes, stabilizing large cytoplasmic lipid bodies [6,8].
The oleosin-like domain may represent a novel cleavable site that is removed by proteolysis, releasing
the C-terminal mature protein, previously called pollenin [25]. Proteolytic activity is likely to occur
after oleosin relocation to the pollen surface in order to ensure that only specific T-oleosins persist in
the pollen coat.
The T-oleosin cluster has been found in several species of the genus Arabidopsis, such as A. thaliana,
A. lyrata and A. arenosa, as well as other closely-related Brassicaceae species including the genera Brassica,
Boechera, Capsella, Olimarabidopsis and Sisimbryum [72,73]. The genome of Brassica napus contains
12 anther-specific oleosin genes (BnOlnB;1–12), six of which (BnOlnB;1–4 and BnOlnB;6–7) are highly
expressed in the tapetum from either the early or late uninucleate microspore stages to the bicellular
pollen stage [68,74]. At the protein level, four of the 11 most abundant polypeptides (~32–40 kDa) from
pollen coat preparations matched with BnOlnB;3-4 oleosins. Another group of five polypeptides with
smaller sizes (~6–17 kDa) was identified as BnOlnB;1, BnOlnB;2, BnOlnB;5, BnOlnB;6 and BnOlnB;11
oleosins [6]. The two major T-oleosins are synthesized in tapetosomes as larger precursors of ~48 and
~45 kDa at the early and late microspore developmental stages [6,9,11]. These precursors undergo
a proteolytic cleavage to smaller fragments of ~37 and ~35 kDa, respectively [6,8,9]. The oleosin-like
domains are mostly degraded although, at least in the case of BnOlnB;1 and BnOlnB;5, they are still
detectable on the pollen coat albeit at very low levels [6,25]. A similar T-oleosin cluster is present
in the genome of B. oleracea, with six genes (BoBlnB;1´6) that are orthologues of AtT1´5 and AtT7
genes, respectively [14]. Expression begins at the uninucleate microspore stage, peaks at the bicellular
pollen stage and decreases after the second mitosis [69]. Five polypeptides, with molecular weights of
between 34 and 42 kDa, were detected in extracts from the pollen coat of B. oleracea [69]. The genome
of B. campestris (synonym: B. rapa ssp. oleifera) contains five anther-specific oleosin genes (BrOlnB;1´5),
one of which encodes a polypeptide of 45 kDa that is converted to a 37-kDa fragment in the pollen
coat [8,9]. A recent study has shown that T-oleosin paralogs found in the Brassicaceae family may have
been retained in the course of evolution in a lineage-specific manner due to their additive benefit of
pollen vigor [14].
The A. thaliana genome contains up to nine T-oleosin paralogs encoding proteins with molecular
weights of between 10.7 and 53.2 kDa, eight of which are grouped in tandem in a 30-Kb locus on
chromosome 5 [72,73]. The nine gene paralogs were found to be specifically transcribed in the tapetal
cells with a peak of expression at the vacuolated microspore stage [14,75]. In the Arabidopsis pollen
coat, the 17.4-kDa T1 and 53.2-kDa T3 oleosins are the most abundant protein constituents, followed
by T4, T2, T6 and T5 in that order [22,24]. A recent study has shown that Arabidopsis T3 and T5 oleosins
are also proteolytically cleaved, generating the corresponding C-terminal fragments [66].
A second group of well-characterized Brassica pollen coat-borne proteins comprises a number
of basic Cys-rich small proteins of ď10 kDa, which are grouped in class A of the pollen coat protein
(PCP) family [59]. The genome of B. oleracea is composed of between 30 and 40 PCP genes. The first
protein of this family to be identified was a 7-kDa peptide from the pollen coat of B. oleracea called
PCP7, subsequently renamed PCP-A1 [29,59]. PCP-A1 is encoded by a single gene that is transcribed
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specifically in the cytoplasm of the maturing pollen, with a peak of expression at the tricellular pollen
stage. The nascent polypeptide chain contains 81 AAs, including a cleavable 26-AA signal peptide
that suggests its secretion via ER/Golgi. The mature polypeptide is predominantly hydrophylic and is
estimated to have a molecular weight of ~6.4 kDa and a pI of 9.26 [59]. A second PCP gene was cloned
in B. oleracea and named PCP1, which encodes a basic polypeptide of 83 AAs in length, including
a 25-AA signal peptide [61]. A PCP-A1-like protein of ~7 kDa was also identified in B. napus [58].
In B. campestris, two PCP-A proteins, called S locus-related glycoprotein 1-binding protein 1 (SLR1-BP1)
and 2 (SLR1-BP2), were cloned and characterized [20]. Both proteins are almost identical, differing
only in a P31 that is hydroxylated in SLR1-BP1 but not in SLR2-BP2. The mature form of all PCP-A
proteins contains eight highly conserved Cys residues but is extremely divergent at the intervening
sequences [59].
The PCP family also contains the male determinant involved in the self-incompatibility response
in the Brassicacea. The S-locus encoded male determinant was identified and characterized in the
late 1990’s by two independent research groups led by Prof. June Nasrallah at Cornell University
in New York (USA) and Prof. Akira Isogai at the Nara Institute of Science in Ikoma (Nara, Japan),
respectively. Thus, sequence analysis of the S locus glycoprotein (SLG)/S locus receptor kinase (SRK)
chromosomal segment of the S8 and S9 haplotypes of B. campestris resulted in the identification
of two identical S-locus encoded genes, called S-locus Cys-rich protein (SCR) [23] and S-locus
protein 11 (SP11) [62], respectively, as potential candidates encoding the pollen S determinant.
Further experiments demonstrated that the SCR/SP11 gene is linked to the S-locus and co-segregates
with the SLG/SRK gene pair in an S haplotype-specific manner, thus suggesting that SCR/SP11
and SLG/SRK genes have co-evolved [18,23]. Although the alleles of the SCR/SP11 gene are all
located between SLG and SRK, their relative distances from them and their orientation diverge [18].
SCR/SP11 gene expression, which starts at the early uninucleate microspore stage and ends just before
flower anthesis, takes place in both the tapetum and developing microspores [18,23]. SCR/SP11
genes from different S haplotypes encode small (~8.0–9.0 kDa), basic and highly polymorphic
proteins. This polymorphism is consistent with the function of the S male determinant in mediating
specificity in the self-incompatibility response. All SCR/SP11 mature polypeptides contain eight
conserved cysteines, a hallmark of the PCP family, but differ in their positions with respect to those of
PCP-A1, thus suggesting that SCR/SP11 belongs to a novel class of the PCP family. Immunostaining
experiments have confirmed that SCR/SP11 proteins show both gametophytic and sporophytic
expression (Table S2), which is regulated by different cis-regulatory elements [63,64]. SCR/SP11
protein seems to be secreted from the tapetum to the anther locule and further translocated to the
pollen surface, mainly the exine and the pollen coat, hence explaining the sporophytic nature of Brassica
self-incompatibility [64].
The A. thaliana pollen coat proteome also includes two proline-rich extracellular lipases (EXL4
and EXL6), two putative receptor kinases (~31–32 kDa) with extracellular domains and a putative
caleosin [24]. Lipases are grouped in a genomic cluster, which contains six paralogs and is located on
chromosome 1 [24]. EXL4 and EXL6 are members of the GDSL lipase/esterase family. These proteins
share little homology with most lipases and possess a highly conserved catalytic tetrad composed
of residues serine (Ser)-Gly-asparagine (Asn)-histidine (His) [76]. The depletion of most of these
components in pollen coat-defective cer (eceriferum) mutants confirms their extracellular nature [21].
On the other hand, the pollen coat of B. napus also contains a ~28-kDa caleosin similar to that
found in Arabidopsis, a protein kinase of 24 kDa that is smaller than the two identified in Arabidopsis,
and a ~20-kDa pectinase enzyme [25].
2.2. The Pollen Coat Proteome of Grasses
The composition of the pollen coat proteome has also been investigated in some grasses, including
cereal crops such as maize and rice (Table 1). The maize pollen coat proteome contains 14 unique
proteins [17]. In an initial study, a predominant protein of 35 kDa, called ZmXYL1, was extracted
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using diethyl ether and identified by N-terminal sequencing as an acidic endoxylanase [30]. ZmXYL1
belongs to glycosyl hydrolase family 10 and displays the highest level of identity (42%) with a 44-kDa
barley aleurone xylanase. The tapetum-specific ZmXYL1 gene transcription begins and peaks at
anther developmental stage 2 (young, detached microspores), with levels then sharply decreasing in
stage-3 (bicellular pollen grain) and -4 (tricellular pollen grain) anthers. The enzyme is synthesized as
a larger 60-kDa precursor and appears and peaks in stage-3 and -4 anthers, respectively, suggesting
the existence of a post-transcriptional regulatory mechanism. Proteolysis at the N-terminus by a serine
protease yields a mature, active enzyme of 311 AAs [70]. After apoptosis, this enzyme is released
with the tapetum remnants to the anther loculus and deposited on the pollen exine surface [70].
An endoxylanase of ~30 kDa was also identified in the pollen coat of Bermuda (Cynodon dactylon) and
Timothy (Phleum pratense) grass [36]. Both proteins share a high level of identity with maize and rice
xylanase enzymes and were undetectable in the cytosolic fraction of the cyclohexane-defatted pollen.
Two additional prominent protein bands of 70 and 25 kDa were visible on polyacrylamide gels in
diethyl ether-extracted maize pollen coat preparations [30]. The former protein was further identified
by micro-sequencing as a novel acidic β-glucanase enzyme [44]. The ZmGLA3 gene encodes a 644-AA
polypeptide of ~69.3 kDa with a putative signal peptide at its N-terminus, suggesting that ZmGLA3
protein is secreted from tapetal cells to the anther locule. This maize tapetum-specific β-glucanase
differs in its expression pattern from ZmGLA1 and ZmGLA2 genes. Thus, ZmGLA3 transcripts emerged
in stage-2 anthers, peaked at stage 3 and then declined at stage 4. ZmGLA3 protein did not appear
until stage 3 and peaked in stage-4 anthers. The smaller 25-kDa protein was recently identified as
a Cys protease [48]. The tapetum-specific ZmPCP gene encodes a single 352-AA polypeptide which,
starting from the N-terminus, encloses a 28-AA signal peptide, a peptidase C1A motif-containing
113-AA propeptide and a 211-AA mature protein. ZmPCP shares 85% and 58% identity with two
closely related protease homologs from sorghum and rice, respectively. ZmPCP gene transcription is
restricted to the tapetum cells of stage-4 anthers. The ZmPCP protein also emerges in stage-4 anthers
and later in the pollen coat at stages 5 (mature tricellular pollen grain ready to be released) and M
(mature, free pollen grain). These data suggest that ZmPCP protease synthesis is regulated at the
transcriptional level. Maize Cys protease homologs have recently been identified in the pollen coat
eluates of Bermuda, Timothy and Johnson (Sorghum halepense) grass [36].
Up to 15 β-expansin genes, which were grouped into two classes, were reported in maize
pollen [77]. Class A genes are divided into two complexes (EXPB10 and EXPB11), while class B genes
constitute a single complex (EXPB1). Class-B genes encode four basic (pI of 9.1–9.5) glycoproteins
of 27–29 kDa in size, named EXPB1, EXPB9, EXPB 10 and EXPB11, which represent distinct forms
(a–d) of Zea m 1 allergen [39]. EXPB1 (Zea m 1d) is the most abundant form in the maize pollen
grain. Two of these β-expansins, namely EXPB1 (Zea m 1d) and EXPB10 (Zea m 1c), were consistently
identified in the maize pollen coat fraction [27,40]. The predicted polypeptides of EXPB1 and EXPB10
genes are made up of 269 and 270 amino acids and show approximately 58 and 70% protein sequence
identity with ryegrass Lol p 1 allergen, respectively. Expression analysis of both EXPB1 and EXPB10
genes showed similar patterns, with low transcript levels at the uninucleate microspore stage and
a significant peak after the second mitosis [77–79]. The amino acid sequences of EXPB1 and EXPB10
contain a signal peptide at the N-terminus that is split by proteolysis during protein maturation [39].
At the ultrastructural level, Zea m 1d was mainly localized in the tectum and the foot layer of the exine
(Table S2), although gold labeling was also occasionally observed in the pollen coat [40]. A novel Cyn
d 1 form (β-expansin) was also immunodetected in the pollen coat fraction of the Bermuda grass [36].
In a recent study, Wu et al. [27] scaled up maize pollen coat proteome profiling using
a chloroform/phenol-based extraction method combined with an MS/MS-coupled two-dimensional
electrophoresis (2-DE) strategy. This approach enabled up to 12 unique proteins to be identified (see
Table 1). Ten of these were novel maize pollen coat proteins, including: an abscisic acid (ABA)-induced
caleosin of 24.3 kDa, a putative 21.6-kDa subtilase, a Rho GDP-dissociation inhibitor 1 of 24.7 kDa,
a 23.2-kDa Ras-related protein Rab-2-A and eight allergens recognized as a β-expansin-10 (Zea m 1),
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a Phl p 2 homologous protein (Zea m 2), three distinct profilins (1–3, Zea m 12) and a cell wall-related
exopolygalaturonase enzyme (Zea m 13). Subsequent bioinformatic analysis of the annotated proteins
showed that only Zea m 2 was slightly hydrophobic, while the other proteins were moderately
hydrophilic, with hydropathicity values ranging from ´0.047 to ´0.773 [27]. Prediction of subcellular
location resulted in the classification of eight of the 12 proteins identified as extracellular. Based on
SecretomeP analysis [80], nine proteins were predicted to be secreted. Moreover, as caleosin, Zea m 2
and Cys protease proteins contain transmembrane helices, they may be anchored to the membranous
components of the pollen coat.
The diethyl ether-eluted pollen coat fraction of rice was also extensively explored at the proteomic
level by [26] using sodium dodecyl sulfate (SDS)-polyacrylamide gel electrophoresis (PAGE) combined
with MS/MS analysis. Fourteen reproducible protein bands, with molecular weights ranging from
12 to 70 kDa, were further scrutinized, leading to the identification of 38 unique proteins. As with
maize, several β-expansins and expansin-like proteins, a putative tapetum-specific 1,4-β-xylanase of
30 kDa and a ~70-kDa β-glucanase constitute, in that order, the bulk of the rice pollen coat proteome.
The pollen coat proteins extracted from Secale cereale, Festuca pratensis and Lilium multiflorum self-sterile
and self-fertile plants [81,82], as well as from Aegilops kotschyi ˆ S. cereale amphiploid plants [83], were
also profiled by 2-DE, although these studies lack protein identification data. The proteomic analysis
of rapidly released proteins from maize [44], rice [26] and triticale [38] pollen upon hydration led to
the identification of novel putative candidates of the pollen coat proteome. Whether these proteins are
permanent or transient components of the pollen coat and actively involved in pollination needs to be
experimentally verified.
2.3. The Pollen Coat Proteome of the Olive Tree
The olive pollen grain is coated with an extracellular lipoid matrix that fills bacular spaces and
forms drops on the surface (Figure 1a). This matrix can be stained with the vital stain Nile red to
demonstrate its lipidic nature (Figure 1b). We extracted the pollen coat fraction by rinsing fresh
pollen grains with cyclohexane (Figure 1c,d) as previously described [29]. Coatless pollen grains were
further examined under a transmission electron microscope. They showed no significant ultrastructural
alterations in their cell wall or cytoplasm compared with untreated grains (Figure 1c,d). The fluorescein
diacetate-based viability test confirmed the integrity of the protoplast and showed similar values
compared with the untreated pollen (data not shown). Pollen coat proteins (PCPs) were precipitated
in acetone and resuspended in SDS sample buffer [10 mM Tris-HCl (pH 6.8), 1% SDS, 10% glycerol,
40 mM DTT, 0.025% bromophenol blue]. Olive pollen was also placed in a culture solution [0.03%
boric acid, 0.01% potassium nitrate, 0.02% magnesium sulfate, 0.03% calcium nitrate, 10% sucrose
(pH 5.5–6.5)] and gently rotated for 5 minutes. Then, the medium was filtrated through a 10 µm
pore-diameter mesh, and pollen released proteins (PRPs) were processed as above. PCPs and PRPs
were further separated using standard SDS-PAGE protocols and labeled with colloidal Coomassie
brilliant blue (CBB).
The olive pollen coat proteome consisted of at least 16 PCPs with molecular weights ranging from
10 to 75 kDa, while up to 31 different PRPs were observed in the 8–100 kDa range after analysis of
the culture medium (Figure 2). Among the PCPs, two prominent protein bands of ~17 and ~19 kDa,
respectively, were by far the most abundant in the olive pollen coat fraction. Two protein bands of
similar size were also outlined in the PRP profile. All visible protein bands were manually excised from
polyacrylamide gels and subjected to MS/MS analyses following the criteria described previously [84].
Eleven of the 16 PCP bands matched 18 unique proteins (Table S3), including the major olive pollen
allergen (Ole e 1) in its different glycosylation states (bands #11–13), several cell wall-degrading
enzymes [β-1,3-glucanase (band #2), polygalacturonase (band #3) and two pectinesterases (bands #1,6)],
two enzymes of the GDSL serine esterase/lipase family (bands #4,7), a sucrose-degrading invertase
(band #1), a protein kinase containing two EF-hand motifs (band #14), a desiccation-related protein
(band #6) and a Gly-rich protein homologous to Gly-rich protein 1A (GRP1A) from Sinapis alba
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(band #15). Most of the proteins identified contain a signal peptide in the N-terminus and are predicted
to have an apoplastic or extracellular location (Table S1). Most of the PCPs were also identified in
the culture medium fraction, supporting the idea that they are released from the pollen surface upon
its contact with the aqueous medium. As expected, several Ole e 1 isoforms were identified among
the PCPs, showing point substitutions in their amino acid sequences [85–87]. In the case of PRPs, we
positively identified 169 unique proteins (Table S3). We observed a high level of polymorphism, with up
to 36 protein families being represented by at least two or more different protein forms. Approximately
15% and 19% of the proteins identified were predicted to locate in the apoplast/extracellular space
and to contain a signal peptide, respectively.
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3. Molecular and Biological Functions of the Pollen Coat-Associated Proteins
3.1. Pollen Adhesion and Hydration
Upon their arrival at a receptive stigmatic surface, pollen grains adhere within a period of
seconds. Cell–cell adhesion is one of the key factors influencing effective pollen performance. In dry
stigmas, pollen adhesion, whic is a feature of the pollen grain, is highly selective [88]. Thus, stigmas
of the Brassicaceae adhere poorly to foreign polle grains [89]. In Arabid p is and Brassica species,
the nature of pollen-stigma adhesions chang s becoming stronger as pollination p gresses [88–90].
Early pollen-stig a adhesion is very rapid and involves lipophilic interactions between the stigma
surface and the pollen exine [89]. Within a few minutes, the pollen coat is mobilized from the exine
baculae to form a foot-like structure at the contact site that enhances pollen-stigma adhesion through
protein-protein interactions. Thus, PCP-A1, a pollen coating-borne peptide, was found to bind to
the stigma wall-anchored SLG protein in B. oleracea [29,59]. In Brassica campestris, SLG-like 1 (SLR1),
a stigma-specific secreted glycoprotein not linked to the S-locus, binds with high affinity to two almost
identical members of the class A pollen coat proteins (PCP-A), called SLR1-BP1 and SLR1-BP2 [20].
In Brassica napus, an amphidiploid hybrid of B. oleracea and B. campestris, a 7-kDa PCP-A1-like protein
was also shown to interact with SLR1 [58]. In plants with a w t stigma, pollen captur a d a hesion is
likely to be mediated mainly by the stickiness and surface tension of the stigma exudate [92].
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After binding to the stigmatic surface, desiccated pollen grains need to hydrate in order to
germinate a pollen tube. In dry-type stigmas, the onset of pollen hydration is assisted by the lipid-rich
pollen coat, which is mobilized to form a contact zone (i.e., the foot) at the pollen-stigma boundary [93].
Thus, Arabidopsis plants with impaired pollen hydration, such as cer mutants, are defective in terms
of the lipid content level and composition of their pollen coat [21,89,94,95]. A pioneer study has
also suggested that pollen coat proteins play an important role in pollen hydration [22]. Arabidopsis
glycine-rich protein 17 (GRP17) is a tapetum-specific oleosin (T-oleosin) that contains 21% of the total
coat protein. The pollen of grp17-1 mutants lacks detectable levels of GRP17 protein on the coating,
which is similar in appearance and lipid composition to that of wild-type pollen. The grp17-1 mutants
also appear to be normal in terms of pollen production, percentage of viable pollen, pollen adhesion
and pollen tube performance, number of seeds per silique and seed viability values. However, the
onset of pollen hydration and subsequent steps are significantly delayed in grp17-1 pollen. This delay
in hydration is probably due to the failure of pollen to interact with the stigma rather than to its
inability to absorb water. Since pollination takes less than one hour, this short delay impairs the
ability of grp17-1 pollen to compete with wild-type pollen [22]. Pollen coat-associated oleosins, which
are absent in the pollen coat of other species with a dry stigma such as maize and rice, seem to be
a distinctive feature of the Brassicaceae family [26,44].
Two recent studies have demonstrated that T-oleosins are essential for tapetosome formation
in Brassicaceae [14,66]. Huang et al. [14] reported that Arabidopsis mutants of T1 and T3´T6 oleosin
paralogs showed a consistent loss of organized tapetosome structures and pollen coat materials such
as flavonoids as well as an impaired ability on the part of pollen to tolerate dehydration and to
germinate in vitro. Complementation analysis of the ∆T3 mutant restored the wild-type phenotype,
thus confirming that the anomalous phenotype resulted from loss of T3 oleosin function. Similarly, T5
NF-green fluorescent protein (GFP) translational fusion also resulted in smaller, partially developed
tapetosomes and lower levels of T5 in the pollen coat [66]. It was concluded that oleosin targeting is
affected in transformed plants probably because GFP cannot fully mimic the C-terminal mature domain.
Cleome hassleriana, a closely-related Brassicaceae species of the Cleomaceae family, lacks the T-oleosin
cluster, identifiable tapetosomes and dehydration-tolerant pollen. Interestingly, transformation of
C. hassleriana using the Arabidopsis T3 oleosin gene resulted in the assembly of primitive tapetosomes,
which consisted of lipid droplets and flavonoid-containing vesicles [14]. Transformed plants also
contained pollen tolerant to desiccation. All these findings suggest that oleosin redundant paralogs
created tapetosomes and conferred adaptive quantitative benefit of pollen vigor in Brassicaeae [14].
Two extracellular lipases, called EXL4 and EXL6, were also identified in the pollen coat of
A. thaliana [24]. The function of one of these enzymes, namely EXL4, has recently been examined [49].
The pollen grain of exl4-1 mutants lacks EXL4 lipase on the coating, which has a comparable structure
and lipid composition to that of the wild-type pollen. The exl4-1 plants also appear to be normal, and
pollen performance is not compromised. Wild-type pollen begins hydration very rapidly upon contact
with the stigmatic surface, while exl4-1 pollen barely delays the initiation of water uptake. However,
this delay is more pronounced when the hydration process is completed. Moreover, exl4-1 pollen is at
a disadvantage when challenged by EXL4-1 pollen on the stigma. This phenotype differs from that of
grp17-1 pollen, which delays the onset of hydration but shows no defects with respect to completing the
hydration process relative to wild-type pollen. The exl4-1/grp17-1 double mutants showed an additive
defect at the initiation of hydration although its completion was normal [49]. This suggests that GRP17
and EXL4 may act synergistically to modify lipid composition at the pollen-stigma interface. It has
been hypothesized that the GRP17 oleosin domain may initially change the biophysical properties of
lipids, thus increasing their solubility. EXL4 and other pollen coat lipases further hydrolyze emulsified
lipids, which changes the permeability of the cuticle and the pollen coating, thus facilitating the
capillary diffusion of water from the stigma to the desiccated pollen [96].
On wet stigmas, pollen grains land on an extracellular secretion called the stigmatic
exudate [84,97]. In some species such as the olive tree, this secretion facilitates pollen hydration
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without direct contact with the papillary cells [97]. In tobacco, however, the pollen grain sinks
through the exudate and establishes direct contact with the papillary cell wall and/or other grains [98].
This suggests that water may be transported from the papillae to the pollen grains, as well as from
grain to grain. The ablation of the stigma’s secretory tissue impairs pollen hydration and leads to
female sterility in tobacco, although the exogenous application of the exudate restores fertility [19,99].
These data suggest that the stigmatic exudate is functionally analogous to the pollen coat. The addition
of cis-unsaturated triacylglycerides is sufficient to promote pollen hydration, thus suggesting that
lipids regulate the flow of water from the pistil to the pollen grain [19,98]. Unlike dry-type species,
plant species with wet stigmas lack pollen coat oleosins [28,100,101]. These data suggest that, on wet
stigmas, pollen hydration may be modulated by another set of proteins. Alternatively, this process
may not be subject to regulation, which closely correlates with the fact that wet-type stigmas are more
permissive with respect to hydration of incompatible pollen [96].
3.2. Pollen–Stigma Communication
Pollen hydration is highly-regulated in the Brassicaceae species and provides the plant with a subtle
mechanism to recognize and reject incompatible pollen [93,96]. In the Brassicaceae family, the pollen-S
determinant is a small basic Cys-rich protein, called SP11/SCR, which is synthesized and secreted from
the tapetum and deposited on the pollen surface as a constituent of the pollen coat [64]. SP11/SCR
interacts with the stigma S determinant located at the plasma membrane of papillary cells [102].
S-haplotype-specific binding of SP11/SCR to SRK triggers a self-incompatibility response and the
rejection of self-pollen by blocking its hydration and germination [103,104].
Caleosins were first reported in the pollen coat of Brassicaceae [24,25]. Moreover, a 30-kDa
caleosin, which is synthesized in the anther tissues, has recently been characterized in olive pollen [15].
The protein was first localized in the tapetal cells at the free microspore stage. As anthers developed,
tapetal cells showed the presence of structures composed of caleosin-containing lipid droplets closely
packed and enclosed by ER-derived cisternae and vesicles (Table S2). After tapetal cells lost their
integrity, the caleosin-containing remnants of the tapetum were released to the loculus and filled
the cavities of the mature pollen exine to form the pollen coat (Figure 3a) [15]. Caleosins possess
a calcium-binding domain consisting of a conserved EF-hand capable of binding a single calcium atom,
a central hydrophobic region with a potential lipid-binding domain and a C-terminal region containing
several putative protein kinase phosphorylation sites [105]. The presence of these signaling-related
motifs and its extracellular location suggest that the pollen coat-associated caleosin may play a role in
pollen–stigma communication during pollination.
The pollen coat of broad bean and olive displays high levels of acetyl cholinesterase (AChE;
EC 3.1.1.7) activity as revealed by cytochemical techniques (Figure 3b, Table S2) [32,33]. Although plant
AChEs differ with respect to their sequences from those of animals, they conserve the catalytic triad
and regulate the level of acetylcholine (ACh) in a manner similar to that of the animal enzyme [106].
Tezuka et al. [107] found that the exogenous supply of ACh promoted in vivo pollen tube growth
in Lilium longiflorum after self-incompatible pollination. Neostigmine, a potent inhibitor of AChE,
also exerts the same effect. Thus, self-pollinated pistil and self-pollen showed higher AChE activity
levels than cross-pollinated pistil and cross pollen [107]. Given these findings, the authors of this
study hypothesized that self-incompatibility in Eastern lily occurs as a result of a decrease in ACh
concentrations, whose level is regulated by AChE. Although it is tempting to suggest that a similar
mechanism might exist in broad bean and olive, to date, no experimental evidence has confirmed
its existence.
Other pollen coat proteins are also putative candidates to participate in pollen-stigma signaling
processes. Polygalacturonase-mediated hydrolysis of homogalacturonans yields oligogalacturonides,
which can act as signaling molecules [108]. As some pollen coat lipases perform acyl transfer
reactions in extracellular environments [109], they might participate in certain yet-to-be-discovered
signaling-related activities.
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3.3. Pollen Germination
Following pollen hydration, a pollen tube emerges from the aperture and elongates through its
apex within the stigma before entering the style. On dry stigmas, the stigmatic surface is typically
enclosed by a continuous lipidic cuticle that is breached by a particular group of pollen esterases, called
cutinases, which are secreted to the extracellular space [110]. After breaking this barrier, the pollen
tube penetrates the papilla cell wall aided by the action of hydrolytic enzymes that degrade pectins and
other cell wall polysaccharides. In wet-type stigmas, the pollen tube grows through the exudate-filled
intercellular spaces. Remarkably, the stigmatic secretion is also rich in cell wall-loosening enzymes [84].
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Figure 3. (a) Caleosin immunostaining (arrows) in the olive mature pollen; (b) Acetyl cholinesterase
activity associated with the pollen coat material in olive mature pollen; (c) Double immunolabeling
of Ole e 1 (10-nm gold particles, arrows) and profilin (30-nm gold particles, arrowheads) allergenic
proteins in the olive pollen coat; (d) Fluorescent immunostaining of arabinogalactan proteins (AGPs) in
germinated olive pollen using an antibody against the JIM13 epitope. Green fluorescence appears at
the pollen surface, associated with the pollen coat, and the pollen tube wall. Red signal corresponds to
pollen wall autofluorescence. Ab rev ations: A , aperture; Ex, exine; PC, pollen c at; PG, pollen grain;
PT, pollen tube. Figure 3a reproduced with some modifications from [15].
B-expansins and expansin-like allergens have been identified in the pollen coat of several grasses
including maize, rice and Bermuda grass (Table 1). The function of Zea m 1d (EXPB1), the most
abundant Zea m 1 form in the maize pollen coat, has recently been studied [42,111]. The expb1/expb1
mutant shows a reduction of ~30% in the EXPB1 pool but has no apparent effect on pollen viability, and
pollen tube perform ce is not compromised [112]. Pollen ubes from expb1/expb1 and EXPB1/EXPB1
plants elongate at similar rates n vitro although the pollen from heterozygous plants grows faster
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probably due to the heterosis effect. Thus, expb1 pollen, whose capacity to penetrate the silk is reduced,
grows more slowly than EXPB1 pollen in the style. Such differences in vigor impair the ability of
expb1 pollen to compete with wild-type pollen on the stigma and explain why its reproduction is
less successful [42,111]. In addition, expb1 pollen forms aggregates inside the anther, which prevents
proper pollen dispersal [42]. At the molecular level, maize pollen-specific β-expansins, though not
bona fide lytic enzymes, act as cell wall-loosening agents [41]. The effect of pollen β-expansins on silk
cells results in the solubilization of cell wall matrix polysaccharides in a selective and non-enzymatic
manner [43]. B-expansins also induce the stress relaxation and irreversible extension of the primary
wall, thus promoting pollen tube entry through the stigma and style tissues, most likely by weakening
the middle lamella. A 10-kDa expansin-like protein (Zea m 2) homologous to the Phl p 2 precursor
protein has also recently been identified in the pollen coat fraction of maize [27]. This protein contains
a cellulose binding-like domain (CBD), but not the distinctive catalytic domains of an expansin, and is
released from pollen to the extracellular space during germination [44]. The exogenous addition of
the CBD at low concentrations enhances peach pollen tube elongation in vitro, which is likely to delay
cellulose crystallization at the pollen tube tip [112].
Some cell wall-degrading enzymes, including xylanases and β-glucanases, are also associated
with the pollen coat (Table 1). The occurrence of tapetum-specific xylanases in maize and rice, though
not in other plants, is probably connected with the unique polymer composition of grass cell walls [113].
To study the function of pollen coat xylanases, Suen and Huang [71] generated a transgenic maize line,
called xyl-less, lacking ZmXYN1, on the pollen coat. Xyl-less plants were not phenotypically distinct
from wild-type plants in terms of pollen coat morphology or lipid composition, while mutant pollen
tubes were as competent as wild-type tubes in germinating and growing in vitro. However, as the
solidity of the germination medium increased, xyl-less pollen germinated less efficiently than wild-type
pollen after 20 min [71]. Such differences were even more striking with respect to silk, reaching a 5/1
ratio, although the disparity decreased over longer germination periods before disappearing altogether.
Thus, in maize, the removal of the pollen coat xylanase impaired the onset of germination. The ability
of xyl-less pollen to breach the silk surface was also reduced as compared with wild-type pollen, and
the pollen tube showed an atypical curved growth pattern [71]. Interestingly, when the silk surface was
supplied with exogenous xylanase, the efficiency of xyl-less pollen tubes to enter the silk returned to
levels similar to those of the wild-type pollen tubes. At the molecular level, maize pollen coat xylanase
is an endohydrolase, with the highest activity levels being observed at pH 5.0 on oat-spelled xylan [30].
During anther development, xylanase activity closely correlates with the expression pattern of the
35-kDa active enzyme but not with the inactive 60-kDa precursor [70]. ZmXYN1 activity appears
at the vacuolated microspore stage, peaks when pollen reaches maturity and decreases to half in
germinated pollen. Xylose inhibits pollen coat xylanase activity and hinders pollen tube penetration
on the stigma [71]. Pollen coat xylanases therefore help the pollen tube to breach the silk by degrading
cell wall xylans, thus simultaneously providing new cell wall precursors of the tube.
B-glucanases are important components of the pollen coat proteome (Table 1). B-glucanases are
involved in the cleavage of glucan polymers to glucooligosaccharides and glucose units. In maize,
a tapetum-derived 1,3-β-glucanase, called ZmGLA3, is highly active at a pH range of 5.0-5.5 on various
substrates including laminarin and lichenan [44]. This pollen coat-associated β-glucanase gene is
distinct from that involved in the hydrolysis of the callose wall that encloses microspores in the tetrad.
Likewise, Ole e 9 allergen is an olive pollen-specific 1,3-β-endoglucanase with optimal activity at
a similar pH range [114]. These enzymes may not only be involved in degrading the tapetum cell wall
but also in breaking the stigma cell wall for the entry of the pollen tube given that these enzymes are
released into the extracellular space after pollen germination (Table S1). Interestingly, as the exogenous
application of β-glucanases increases pollen tube growth rates in vitro [115], other functions cannot be
ruled out. For instance, β-glucanases might modulate callose degradation just behind the tube tip to
prevent its blockage and to facilitate its expansion [116]. Alternatively, β-glucanases may amend the
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porosity of the callosic layer, thus regulating the molecular exchange between the pollen tube and the
stigmatic cells.
A number of pectin-degrading enzymes, including pectin methylesterases, polygalacturonases
and pectate lyases, were also identified as putative elements of the pollen coat and thecal orbicules
(Table 1). These hydrolytic enzymes are released into the extracellular medium following pollen
hydration [44,55]. Consequently, they may degrade pectins, thus assisting the pollen tube to penetrate
the papillar cell wall upon compatible pollination [25,57]. However, other functions, such as promoting
pollen tube wall extension or providing the pollen tube with new wall precursors, should not be ruled
out [115]. In dry stigmas, in addition to cutinases, other esterolytic enzymes such as pollen coat lipases
may also be involved in breaking down the lipidic constituents of the cuticle in order to facilitate
pollen tube penetration.
3.4. Expanding the List of Pollen Coat Proteins and Functions
The pollen coat carries certain proteins with, as yet, no assigned function (Table 1). For instance,
the main protein constituent of the olive pollen coat is the allergen Ole e 1 (Figure 2, bands #11–13), as
shown by immunostaining (Table S2) and proteomic experiments (Figure 3c and Table S3). Although
Ole e 1 may account for up to 20% of the pollen total protein [117], its molecular and biological function
remains elusive. Ole e 1 shares some features with the LAT52 protein including ~36% sequence
identity, a similar size, their glycosylated residues and secretory nature, thus supporting the idea that
they may be functionally homologous [118]. LAT52 interacts with two pollen receptor kinases (PRK),
LePRK1 and LePRK2, located in the plasma membrane of the tomato pollen tube [119]. Following
pollen germination in the stigma, LAT52 is displaced by a pistil protein called STIL, which triggers
an autocrine signaling cascade in the pollen tube [120], thus regulating its protrusion and apical growth
through the pistil tissues in tomato.
Cysteine proteases seem to be common constituents of the pollen coat in grasses (Table 1 and
Table S2). Since these proteins are expressed at a late stage in anther development, it has been suggested
that they may be related to programmed cell death (PCD) of the tapetum, either alone or coordinately
with other proteases such as subtilisin-like Ser proteases [121]. A Cys protease from Arabidopsis,
called CEP1, has recently been shown to be an executor directly involved in tapetal apoptosis [47].
Thus, CEP1 function loss blocked cell wall disintegration of tapetal cells and reduced fertility due to
abnormal pollen exine deposition. The subcellular location of Cys proteases in vacuoles (Table S2)
is also closely in line with the current model of vacuole-mediated apoptosis in plant cells [47,48].
Although pollen-coat Cys proteases may be non-functional leftovers of the tapetum, they may play an
active role in the stigma by participating in controlled proteolysis events important for pollen adhesion
and recognition. Alternatively, these proteases might generate or modify compounds such as peptides
that act as pollen tube guidance signals.
Two proteins identified in the pollen coat of A. thaliana proved to be similar to receptor-like
protein kinases. However, as these proteins lack a kinase domain, their role in signaling events is
unlikely. On the other hand, these proteins contain salt stress/antifungal (Pfam: PF01657) motifs and
therefore might be involved in antifungal activity on the pollen surface. Intense immunostaining with
the JIM13 antibody was also observed in the olive pollen coat material, suggesting the presence of
arabinogalactan proteins (AGPs) in this coating (Figure 3d) [35]. These extracellular glycoproteins
are probably synthesized in the anther tapetum [122]. Interestingly, AGPs have been described as
key components of the stigmatic exudate and stylar extracellular secretion [84,123], with respect
to which they have been postulated as candidate molecules for pollen-pistil adhesion phenomena.
Calcium-binding proteins similar to calmodulins have also been identified in the pollen coat of
B. rapa [46] and olive (Table S1). Despite the puzzling nature of the function of these intracellular
proteins, it has been speculated that they might be released at the contact zone and cause a change in
pollen grain calcium distribution, which is likely to trigger germination [46]. It is not clear whether
other putative pollen-coat proteins, such as profilins and Phl p 4, play a role in pollination.
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4. Conclusions
The pollen coat, the outermost layer of the pollen grain, protects the male gametophyte from the
environment and plays a key role in pollination. To date, only a small number of proteins have been
definitively identified as inherent to this extracellular coating and functionally characterized in greater
detail. Pollen coat proteins are essential for pollen adhesion and hydration, pollen–stigma recognition
and communication, pollen germination and stigma invasion. The pollen coat proteome has three
main features. Firstly, its composition appears to be consistent between closely-related species in
a family but differs considerably between divergent botanical families. These discrepancies probably
reflect functional divergence and could be mainly explained by the stigma’s diverse structural features
(dry vs wet-type, for example). Secondly, some pollen-coat proteins show considerable multiplicity of
forms that are presumed to have different biochemical functions in terms of substrates or contribute to
the specificity of the pollen–stigma recognition process. This wide range of forms is due to multiple
genes and alleles or alternative splicing during transcription, post-translational modifications, such
as glycosylation, and protein processing. In addition, the presence of multiple forms in different
species within a family points to the maintenance of this trait due to selection pressure. Finally, many
of these protein constituents are capable of evoking an IgE-mediated immune response in humans,
thus highlighting the importance of the pollen coat as also a source of aeroallergens. This should be
taken into account for commercial extract standardization, which is the basis of current diagnosis and
vaccination procedures. Further studies in the future of other species and families would probably
expand the list of pollen-coat proteins and functions.
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Acknowledgments: This study was supported by ERDF-confinanced grants PIE-200840I186 and
AGL2008-00517/AGR (MICINN), AGL2013-43042-P and BFU2011-22779 (MINECO), and P10-CVI-5767
(Junta de Andalucía). It was also funded by the CNRS, the “Agence National de la Recherche” (ANR), the “Region
Alsace” and the French National Proteomic Infrastructure (grant ANR-10-INBS-08; ProFI; the “Infrastructures
Nationales en Biologie et Santé” project). We also wish to thank Krysztof Zienkiewicz for kindly providing us
with the image in Figure 1b. English proofreading was done by Michael O’Shea.
Author Contributions: JDR isolated the pollen coat proteins; JDA and MIR-G carried out the microscopy work;
FD, CSR and AV-D performed the mass spectrometry analyses; AJC conceived the study; AJC and JDR prepared
the figures and tables and also wrote the manuscript. All the authors have revised and approved the paper.
Conflicts of Interest: The authors declare no conflict of interest.
References
1. Lord, E.M.; Russell, S.D. The mechanisms of pollination and fertilization in plants. Annu. Rev. Cell Dev. Biol.
2002, 18, 81–105. [CrossRef] [PubMed]
2. Scott, R.J.; Spielman, M.; Dickinson, H.G. Stamen structure and function. Plant Cell 2004, 16, S46–S60.
[CrossRef] [PubMed]
3. Sanders, P.M.; Bui, A.Q.; Weterings, K.; McIntire, K.N.; Hsu, Y.C.; Lee, P.Y.; Truong, M.T.; Beals, T.P.;
Goldberg, R.B. Anther developmental defects in Arabidopsis thaliana male-sterile mutants. Sex. Plant Reprod.
1999, 11, 297–322. [CrossRef]
4. Pacini, E.; Hesse, M. Pollenkitt—Its composition, forms and functions. Flora 2005, 200, 399–415. [CrossRef]
5. Piffanelli, P.; Ross, J.H.E.; Murphy, D.J. Biogenesis and function of the lipidic structures of pollen grains.
Sex. Plant Reprod. 1998, 11, 65–80. [CrossRef]
6. Murphy, D.J.; Ross, J.H.E. Biosynthesis, targeting and processing of oleosin-like proteins, which are major
pollen coat components in Brassica napus. Plant J. 1998, 13, 1–16. [PubMed]
7. Wu, S.S.H.; Platt, K.A.; Ratnayake, C.; Wang, T.W.; Ting, J.T.L.; Huang, A.H.C. Isolation and characterization
of neutral-lipid-containing organelles and globuli-filled plastids from Brassica napus tapetum. Proc. Natl.
Acad. Sci. USA 1997, 94, 12711–12716. [CrossRef] [PubMed]
Proteomes 2016, 4, 5 18 of 23
8. Hsieh, K.; Huang, A.H.C. Lipid-rich tapetosomes in Brassica tapetum are composed of oleosin-coated oil
droplets and vesicles, both assembled in and then detached from the endoplasmic reticulum. Plant J. 2005, 43,
889–899. [CrossRef] [PubMed]
9. Ting, J.T.L.; Wu, S.S.H.; Ratnayake, C.; Huang, A.H.C. Constituents of the tapetosomes and elaioplasts in
Brassica campestris tapetum and their degradation and retention during microsporogenesis. Plant J. 1998, 16,
541–551. [CrossRef] [PubMed]
10. Wu, S.S.H.; Moreau, R.A.; Whitaker, B.D.; Huang, A.H.C. Steryl esters in the elaioplasts of the tapetum in
developing Brassica anthers and their recovery on the pollen surface. Lipids 1999, 34, 517–523. [CrossRef]
[PubMed]
11. Hsieh, K.; Huang, A.H.C. Tapetosomes in Brassica tapetum accumulate endoplasmic reticulum-derived
flavonoids and alkanes for delivery to the pollen surface. Plant Cell 2007, 19, 582–596. [CrossRef] [PubMed]
12. Dickinson, H.G. Role of plastids in formation of pollen grain coatings. Cytobios 1973, 8, 25–40. [PubMed]
13. Pacini, E.; Casadoro, G. Tapetum plastids of Olea europaea L. Protoplasma 1981, 106, 289–296. [CrossRef]
14. Huang, C.Y.; Chen, P.Y.; Huang, M.D.; Tsou, C.H.; Jane, W.N.; Huang, A.H.C. Tandem oleosin genes
in a cluster acquired in Brassicaceae created tapetosomes and conferred additive benefit of pollen vigor.
Proc. Natl. Acad. Sci. USA 2013, 110, 14480–14485. [CrossRef] [PubMed]
15. Zienkiewicz, K.; Zienkiewicz, A.; Rodríguez-García, M.I.; Castro, A.J. Characterization of a caleosin expressed
during olive (Olea europaea L.) pollen ontogeny. BMC Plant Biol. 2011, 11, 122. [CrossRef] [PubMed]
16. Keijzer, C.J. The processes of anther dehiscence and pollen dispersal. II. The formation and the transfer
mechanism of pollenkitt, cell-wall development of the loculus tissues and a function of orbicules in pollen
dispersal. New Phytol. 1987, 105, 499–507. [CrossRef]
17. Gong, F.; Wu, X.; Wang, W. Diversity and function of maize pollen coat proteins: From biochemistry to
proteomics. Front. Plant Sci. 2015, 6, 199. [CrossRef] [PubMed]
18. Takayama, S.; Shiba, H.; Iwano, M.; Shimosato, H.; Che, F.S.; Kai, N.; Watanabe, M.; Suzuki, G.; Hinata, K.;
Isogai, A. The pollen determinant of self-incompatibility in Brassica campestris. Proc. Natl. Acad. Sci. USA
2000, 97, 1920–1925. [CrossRef] [PubMed]
19. Wolters-Arts, M.; Lush, W.M.; Mariani, C. Lipids are required for directional pollen-tube growth. Nature
1998, 392, 818–821. [CrossRef] [PubMed]
20. Takayama, S.; Shiba, H.; Iwano, M.; Asano, K.; Hara, M.; Che, F.S.; Watanabe, M.; Hinata, K.; Isogai, A.
Isolation and characterization of pollen coat proteins of Brassica campestris that interact with S locus-related
glycoprotein 1 involved in pollen-stigma adhesion. Proc. Natl. Acad. Sci. USA 2000, 97, 3765–3770. [CrossRef]
[PubMed]
21. Preuss, D.; Lemieux, B.; Yen, G.; Davis, R.W. A conditional sterile mutation eliminates surface components
from Arabidopsis pollen and disrupts cell signaling during fertilization. Genes Dev. 1993, 7, 974–985. [CrossRef]
[PubMed]
22. Mayfield, J.A.; Preuss, D. Rapid initiation of Arabidopsis pollination requires the oleosin-domain protein
GRP17. Nat. Cell Biol. 2000, 2, 128–130. [CrossRef] [PubMed]
23. Schopfer, C.R.; Nasrallah, M.E.; Nasrallah, J.B. The male determinant of self-incompatibility in Brassica.
Science 1999, 286, 1697–1700. [CrossRef] [PubMed]
24. Mayfield, J.A.; Fiebig, A.; Johnstone, S.E.; Preuss, D. Gene families from the Arabidopsis thaliana pollen coat
proteome. Science 2001, 292, 2482–2485. [CrossRef] [PubMed]
25. Murphy, D.J. The extracellular pollen coat in members of the Brassicaceae: Composition, biosynthesis, and
functions in pollination. Protoplasma 2006, 228, 31–39. [CrossRef] [PubMed]
26. Dai, S.; Li, L.; Chen, T.; Chong, K.; Xue, Y.; Wang, T. Proteomic analyses of Oryza sativa mature pollen
reveal novel proteins associated with pollen germination and tube growth. Proteomics 2006, 6, 2504–2529.
[CrossRef] [PubMed]
27. Wu, X.; Cai, G.; Gong, F.; An, S.; Cresti, M.; Wang, W. Proteome profiling of maize pollen coats reveals novel
protein components. Plant Mol. Biol. Rep. 2015, 33, 975–986. [CrossRef]
28. Rejón, J.D. Characterization of esterase enzymes involved in pollen-pistil interaction in Olea europaea L. Ph.D.
Thesis, University of Granada, Granada, Spain, 2012.
29. Doughty, J.; Hedderson, F.; McCubbin, A.; Dickinson, H.G. Interaction between a coating-borne peptide of
the Brassica pollen grain and stigmatic-S (self-incompatibility)-locus-specific glycoproteins. Proc. Natl. Acad.
Sci. USA 1993, 90, 467–471. [CrossRef] [PubMed]
Proteomes 2016, 4, 5 19 of 23
30. Bih, F.Y.; Wu, S.S.H.; Ratnayake, C.; Walling, L.L.; Nothnagel, E.A.; Huang, A.H.C. The predominant protein
on the surface of maize pollen is an endoxylanase synthesized by a tapetum mRNA with a long 51 leader.
J. Biol. Chem. 1999, 274, 22884–22894. [CrossRef] [PubMed]
31. Wang, W.; Scali, M.; Vignani, R.; Spadafora, A.; Sensi, E.; Mazzuca, S.; Cresti, M. Protein extraction
for two-dimensional electrophoresis from olive leaf, a plant tissue containing high levels of interfering
compounds. Electrophoresis 2003, 24, 2369–2375. [CrossRef] [PubMed]
32. Rejón, J.D.; Zienkiewicz, A.; Rodríguez-García, M.I.; Castro, A.J. Profiling and functional classification of
esterases in olive (Olea europaea) pollen during germination. Ann. Bot. 2012, 110, 1035–1045. [CrossRef]
[PubMed]
33. Bednarska, E. The localization of nonspecific esterase and cholinesterase activity in germinating pollen and
in pollen tube of Vicia faba. I. The effect of actinomycin-D and cycloheximide. Biol. Plant. 1992, 34, 229–240.
[CrossRef]
34. Shakya, R.; Bhatla, S.C. A comparative analysis of the distribution and composition of lipidic constituents
and associated enzymes in pollen and stigma of sunflower. Sex. Plant Reprod. 2010, 23, 163–172. [CrossRef]
[PubMed]
35. Castro, A.J.; Suarez, C.; Zienkiewicz, K.; Alché, J.D.; Zienkiewicz, A.; Rodríguez-García, M.I. Electrophoretic
profiling and immunocytochemical detection of pectins and arabinogalactan proteins in olive pollen during
germination and pollen tube growth. Ann. Bot. 2013, 112, 503–513. [CrossRef] [PubMed]
36. Bashir, M.E.H.; Ward, J.M.; Cummings, M.; Karrar, E.E.; Root, M.; Mohamed, A.B.A.; Naclerio, R.M.;
Preuss, D. Dual function of novel pollen coat (surface) proteins: IgE-binding capacity and proteolytic activity
disrupting the airway epithelial barrier. PLoS ONE 2013, 8, e53337.
37. Staff, I.A.; Taylor, P.E.; Smith, P.; Singh, M.B.; Knox, R.B. Cellular localization of water-soluble, allergenic
proteins in rye-grass (Lolium perenne) pollen using monoclonal and specific IgE antibodies with immunogold
probes. Histochem. J. 1990, 22, 276–290. [CrossRef] [PubMed]
38. Zaidi, M.A.; O’Leary, S.; Wu, S.; Gleddie, S.; Eudes, F.; Laroche, A.; Robert, L.S. A molecular and proteomic
investigation of proteins rapidly released from triticale pollen upon hydration. Plant Mol. Biol. 2012, 79,
101–121. [CrossRef] [PubMed]
39. Li, L.C.; Bedinger, P.A.; Volk, C.; Jones, A.D.; Cosgrove, D.J. Purification and characterization of four
β-expansins (Zea m 1 isoforms) from maize pollen. Plant Physiol. 2003, 132, 2073–2085. [CrossRef] [PubMed]
40. Wang, W.; Milanesi, C.; Faleri, C.; Cresti, M. Localization of group-1 allergen Zea m 1 in the coat and wall of
maize pollen. Acta Histochem. 2006, 108, 395–400. [CrossRef] [PubMed]
41. Yennawar, N.H.; Li, L.C.; Dudzinski, D.M.; Tabuchi, A.; Cosgrove, D.J. Crystal structure and activities of
EXPB1 (Zea m 1), α,β-expansin and group-1 pollen allergen from maize. Proc. Natl. Acad. Sci. USA 2006, 103,
14664–14671. [CrossRef] [PubMed]
42. Valdivia, E.R.; Stephenson, A.G.; Durachko, D.M.; Cosgrove, D.J. Class B β-expansins are needed for pollen
separation and stigma penetration. Sex. Plant Reprod. 2009, 22, 141–152. [CrossRef] [PubMed]
43. Tabuchi, A.; Li, L.C.; Cosgrove, D.J. Matrix solubilization and cell wall weakening by β-expansin (group-1
allergen) from maize pollen. Plant J. 2011, 68, 546–559. [CrossRef] [PubMed]
44. Suen, D.F.; Wu, S.S.H.; Chang, H.C.; Dhugga, K.S.; Huang, A.H.C. Cell wall reactive proteins in the coat and
wall of maize pollen—Potential role in pollen tube growth on the stigma and through the style. J. Biol. Chem.
2003, 278, 43672–43681. [CrossRef] [PubMed]
45. Zienkiewicz, K.; Castro, A.J.; Alché, J.D.; Zienkiewicz, A.; Suarez, C.; Rodríguez-García, M.I. Identification
and localization of a caleosin in olive (Olea europaea L.) pollen during in vitro germination. J. Exp. Bot.
2010, 61, 1537–1546. [CrossRef] [PubMed]
46. Okada, T.; Zhang, Z.J.; Russell, S.D.; Toriyama, K. Localization of the Ca2+-binding protein, Bra r 1, in anthers
and pollen tubes. Plant Cell Physiol. 1999, 40, 1243–1252. [CrossRef] [PubMed]
47. Zhang, D.; Liu, D.; Lv, X.; Wang, Y.; Xun, Z.; Liu, Z.; Li, F.; Lu, H. The cysteine protease CEP1, a key executor
involved in tapetal programmed cell death, regulates pollen development in Arabidopsis. Plant Cell 2014, 26,
2939–2961. [CrossRef] [PubMed]
48. Li, Y.; Suen, D.F.; Huang, C.Y.; Kung, S.Y.; Huang, A.H.C. The maize tapetum employs diverse mechanisms to
synthesize and store proteins and flavonoids and transfer them to the pollen surface. Plant Physiol. 2012, 158,
1548–1561. [CrossRef] [PubMed]
Proteomes 2016, 4, 5 20 of 23
49. Updegraff, E.P.; Zhao, F.; Preuss, D. The extracellular lipase EXL4 is required for efficient hydration of
Arabidopsis pollen. Sex. Plant Reprod. 2009, 22, 197–204. [CrossRef] [PubMed]
50. Alché, J.D.; Castro, A.J.; Olmedilla, A.; Fernández, M.C.; Rodríguez, R.; Villalba, M.; Rodríguez-García, M.I.
The major olive pollen allergen (Ole e I) shows both gametophytic and sporophytic expression during anther
development, and its synthesis and storage takes place in the RER. J. Cell Sci. 1999, 112, 2501–2509.
51. Alché, J.D.; M´rani-Alaoui, M.; Castro, A.J.; Rodríguez-García, M.I. Ole e 1, the major allergen from olive
(Olea europaea L.) pollen, increases its expression and is released to the culture medium during in vitro
germination. Plant Cell Physiol. 2004, 45, 1149–1157. [CrossRef] [PubMed]
52. Miki-Hirosige, H.; Nakamura, S.; Yasueda, H.; Shida, T.; Takahashi, Y. Immunocytochemical localization of
the allergenic proteins in the pollen of Cryptomeria japonica. Sex. Plant Reprod. 1994, 7, 95–100. [CrossRef]
53. Taniguchi, Y.; Ono, A.; Sawatani, M.; Nanba, M.; Kohno, K.; Usui, H.; Kurimoto, M.; Matuhasi, T. Cry
j I, a major allergen of Japanese cedar pollen, has pectate lyase enzyme activity. Allergy 1995, 50, 90–93.
[CrossRef] [PubMed]
54. Aceituno, E.; Del Pozo, V.; Mínguez, A.; Arrieta, I.; Cortegano, I.; Cárdaba, B.; Gallardo, S.; Rojo, M.;
Palomino, P.; Lahoz, C. Molecular cloning of major allergen from Cupressus arizonica pollen: Cup a 1.
Clin. Exp. Allergy 2000, 30, 1750–1758. [CrossRef] [PubMed]
55. Suárez-Cervera, M.; Takahashi, Y.; Vega-Maray, A.; Seoane-Camba, J.A. Immunocytochemical localization
of Cry j 1, the major allergen of Cryptomeria japonica (Taxodiaceae) in Cupressus arizonica and Cupressus
sempervirens (Cupressaceae) pollen grains. Sex. Plant Reprod. 2003, 16, 9–15.
56. Fischer, S.; Grote, M.; Fahlbusch, B.; Muller, W.D.; Kraft, D.; Valenta, R. Characterization of Phl p 4, a major
timothy grass (Phleum pratense) pollen allergen. J. Allergy Clin. Immunol. 1996, 98, 189–198. [CrossRef]
57. Dearnaley, J.D.W.; Daggard, G.A. Expression of a polygalacturonase enzyme in germinating pollen of
Brassica napus. Sex. Plant Reprod. 2001, 13, 265–271. [CrossRef]
58. Hiscock, S.J.; Doughty, J.; Willis, A.C.; Dickinson, H.G. A 7-kDa pollen coating-borne peptide from
Brassica napus interacts with S-locus glycoprotein and S-locus-related glycoprotein. Planta 1995, 196, 367–374.
[CrossRef] [PubMed]
59. Doughty, J.; Dixon, S.; Hiscock, S.J.; Willis, A.C.; Parkin, I.A.P.; Dickinson, H.G. PCP-A1, a defensin-like
Brassica pollen coat protein that binds the S locus glycoprotein, is the product of gametophytic gene
expression. Plant Cell 1998, 10, 1333–1347. [CrossRef] [PubMed]
60. Stephenson, A.G.; Doughty, J.; Dixon, S.; Elleman, C.; Hiscock, S.J.; Dickinson, H.G. The male determinant of
self-incompatibility in Brassica oleracea is located in the pollen coating. Plant J. 1997, 12, 1351–1359. [CrossRef]
61. Stanchev, B.S.; Doughty, J.; Scutt, C.P.; Dickinson, H.G.; Croy, R.R.D. Cloning of PCP1, a member of a family
of pollen coat protein (PCP) genes from Brassica oleracea encoding novel cysteine-rich proteins involved in
pollen-stigma interactions. Plant J. 1996, 10, 303–313. [CrossRef] [PubMed]
62. Suzuki, G.; Kai, N.; Hirose, T.; Fukui, K.; Nishio, T.; Takayama, S.; Isogai, A.; Watanabe, M.; Hinata, K.
Genomic organization of the S locus: Identification and characterization of genes in SLG/SRK region of S-9
haplotype of Brassica campestris (syn. rapa). Genetics 1999, 153, 391–400. [PubMed]
63. Shiba, H.; Takayama, S.; Iwano, M.; Shimosato, H.; Funato, M.; Nakagawa, T.; Che, F.S.; Suzuki, G.;
Watanabe, M.; Hinata, K.; et al. A pollen coat protein, SP11/SCR, determines the pollen S-specificity in the
self-incompatibility of Brassica species. Plant Physiol. 2001, 125, 2095–2103. [CrossRef] [PubMed]
64. Iwano, M.; Shiba, H.; Funato, M.; Shimosato, H.; Takayama, S.; Isogai, A. Immunohistochemical studies on
translocation of pollen S-haplotype determinant in self-incompatibility of Brassica rapa. Plant Cell Physiol.
2003, 44, 428–436. [CrossRef] [PubMed]
65. Morales, S.; Jiménez-López, J.C.; Castro, A.J.; Rodríguez-García, M.I.; Alché, J.D. Olive pollen profilin
(Ole e 2 allergen) co-localizes with highly active areas of the actin cytoskeleton and is released to the culture
medium during in vitro pollen germination. J. Microsc. 2008, 231, 332–341. [CrossRef] [PubMed]
66. Lévesque-Lemay, M.; Chabot, D.; Hubbard, K.; Chan, J.K.; Miller, S.; Robert, L.S. Tapetal oleosins play
an essential role in tapetosome formation and protein relocation to the pollen coat. New Phytol. 2016, 209,
691–704. [CrossRef] [PubMed]
67. Foster, E.; Schneiderman, D.; Cloutier, M.; Gleddie, S.; Robert, L.S. Modifying the pollen coat protein
composition in Brassica. Plant J. 2002, 31, 477–486. [CrossRef] [PubMed]
68. Ross, J.H.E.; Murphy, D.J. Characterization of anther-expressed genes encoding a major class of extracellular
oleosin-like proteins in the pollen coat of Brassicaceae. Plant J. 1996, 9, 625–637. [CrossRef] [PubMed]
Proteomes 2016, 4, 5 21 of 23
69. Ruiter, R.K.; van Eldik, G.J.; van Herpen, R.M.A.; Schrauwen, J.A.M.; Wullems, G.J. Characterization of
oleosins in the pollen coat of Brassica oleracea. Plant Cell 1997, 9, 1621–1631. [CrossRef] [PubMed]
70. Wu, S.S.H.; Suen, D.F.; Chang, H.C.; Huang, A.H.C. Maize tapetum xylanase is synthesized as a precursor,
processed and activated by a serine protease, and deposited on the pollen. J. Biol. Chem. 2002, 277,
49055–49064. [CrossRef] [PubMed]
71. Suen, D.F.; Huang, A.H.C. Maize pollen coat xylanase facilitates pollen tube penetration into silk during
sexual reproduction. J. Biol. Chem. 2007, 282, 625–636. [CrossRef] [PubMed]
72. Fiebig, A.; Kimport, R.; Preuss, D. Comparisons of pollen coat genes across Brassicaceae species reveal
rapid evolution by repeat expansion and diversification. Proc. Natl. Acad. Sci. USA 2004, 101, 3286–3291.
[CrossRef] [PubMed]
73. Schein, M.; Yang, Z.H.; Mitchell-Olds, T.; Schmid, K.J. Rapid evolution of a pollen-specific oleosin-like gene
family from Arabidopsis thaliana and closely related species. Mol. Biol. Evol. 2004, 21, 659–669. [CrossRef]
[PubMed]
74. Robert, L.S.; Gerster, J.; Allard, S.; Cass, L.; Simmonds, J. Molecular characterization of two Brassica napus
genes related to oleosins which are highly expressed in the tapetum. Plant J. 1994, 6, 927–933. [CrossRef]
[PubMed]
75. Kim, H.U.; Hsieh, K.; Ratnayake, C.; Huang, A.H.C. A novel group of oleosins is present inside the pollen of
Arabidopsis. J. Biol. Chem. 2002, 277, 22677–22684. [CrossRef] [PubMed]
76. Akoh, C.C.; Lee, G.C.; Liaw, Y.C.; Huang, T.H.; Shaw, J.F. GDSL family of serine esterases/lipases.
Prog. Lipid Res. 2004, 43, 534–552. [CrossRef] [PubMed]
77. Valdivia, E.R.; Sampedro, J.; Lamb, J.C.; Chopra, S.; Cosgrove, D.J. Recent proliferation and translocation of
pollen group-1 allergen genes in the maize genome. Plant Physiol. 2007, 143, 1269–1281. [CrossRef] [PubMed]
78. Broadwater, A.H.; Rubinstein, A.L.; Chay, C.H.; Klapper, D.G.; Bedinger, P.A. Zea m I, the maize homolog of
the allergen-encoding Lol p I gene of rye grass. Gene 1993, 131, 227–230. [CrossRef]
79. Wu, Y.J.; Meeley, R.B.; Cosgrove, D.J. Analysis and expression of the α-expansin and β-expansin gene
families in maize. Plant Physiol. 2001, 126, 222–232. [CrossRef] [PubMed]
80. SecretomeP 2.0 Server. Available online: http://www.webcitation.org/6ej7Au1nK (accessed on 22
January 2016).
81. Kalinowski, A.; Winiarezyk, K.; Radlowski, M. Pollen coat proteins after two-dimensional gel electrophoresis
and pollen wall ultrastructure of Secale cereale and Festuca pratensis. Sex. Plant Reprod. 2002, 15, 75–83.
82. Kalinowski, A.; Radlowski, M.; Bocian, A. Effects of interaction between pollen coat eluates and pistil at the
molecular level in self-compatible and self-incompatible plants of Lolium multiflorum Lam. J. Appl. Genet.
2006, 47, 319–329. [CrossRef] [PubMed]
83. Kalinowski, A.; Klimko, M.; Wojciechowska, B. Pollen morphology and two-dimensional patterns of pollen
coat and protoplast proteins in Aegilops kotschyi x Secale cereale amphiploids. Acta Biol. Crac. Ser. Bot. 2005, 47,
97–110.
84. Rejón, J.D.; Delalande, F.; Schaeffer-Reiss, C.; Carapito, C.; Zienkiewicz, K.; Alché, J.D.;
Rodríguez-García, M.I.; van Dorsselaer, A.; Castro, A.J. Proteomics profiling reveals novel proteins and
functions of the plant stigma exudate. J. Exp. Bot. 2013, 64, 5695–5705. [CrossRef] [PubMed]
85. Villalba, M.; Batanero, E.; Monsalve, R.I.; De la Peña, M.A.G.; Lahoz, C.; Rodríguez, R. Cloning and
expression of Ole e I, the major allergen from olive tree pollen—Polymorphism analysis and tissue-specificity.
J. Biol. Chem. 1994, 269, 15217–15222. [PubMed]
86. Hamman-Khalifa, A.; Castro, A.J.; Jiménez-López, J.C.; Rodríguez-García, M.I.; Alché, J.D. Olive cultivar
origin is a major cause of polymorphism for Ole e 1 pollen allergen. BMC Plant Biol. 2008, 8, 10. [CrossRef]
[PubMed]
87. Castro, A.J.; Bednarczyk, A.; Schaeffer-Reiss, C.; Rodríguez-García, M.I.; van Dorsselaer, A.; Alché, J.D.
Screening of Ole e 1 polymorphism among olive cultivars by peptide mapping and N-glycopeptide analysis.
Proteomics 2010, 10, 953–962. [CrossRef] [PubMed]
88. Edlund, A.F.; Swanson, R.; Preuss, D. Pollen and stigma structure and function: The role of diversity in
pollination. Plant Cell 2004, 16, S84–S97. [CrossRef] [PubMed]
89. Zinkl, G.M.; Zwiebel, B.I.; Grier, D.G.; Preuss, D. Pollen-stigma adhesion in Arabidopsis: A species-specific
interaction mediated by lipophilic molecules in the pollen exine. Development 1999, 126, 5431–5440. [PubMed]
Proteomes 2016, 4, 5 22 of 23
90. Luu, D.T.; Heizmann, P.; Dumas, C. Pollen-stigma adhesion in kale is not dependent on the
self-(in)compatibility genotype. Plant Physiol. 1997, 115, 1221–1230. [CrossRef] [PubMed]
91. Luu, D.T.; Marty-Mazars, D.; Trick, M.; Dumas, C.; Heizmann, P. Pollen-stigma adhesion in Brassica spp
involves SLG and SLR1 glycoproteins. Plant Cell 1999, 11, 251–262. [CrossRef] [PubMed]
92. Sanchez, A.M.; Bosch, M.; Bots, M.; Nieuwland, J.; Feron, R.; Mariani, C. Pistil factors controlling pollination.
Plant Cell 2004, 16, S98–S106. [CrossRef] [PubMed]
93. Elleman, C.J.; Franklin-Tong, V.; Dickinson, H.G. Pollination in species with dry stigmas—The nature of the
early stigmatic response and the pathway taken by pollen tubes. New Phytol. 1992, 121, 413–424. [CrossRef]
94. Hulskamp, M.; Kopczak, S.D.; Horejsi, T.F.; Kihl, B.K.; Pruitt, R.E. Identification of genes required for
pollen-stigma recognition in Arabidopsis thaliana. Plant J. 1995, 8, 703–714. [CrossRef] [PubMed]
95. Fiebig, A.; Mayfield, J.A.; Miley, N.L.; Chau, S.; Fischer, R.L.; Preuss, D. Alterations in CER6, a gene identical
to CUT1, differentially affect long-chain lipid content on the surface of pollen and stems. Plant Cell 2000, 12,
2001–2008. [CrossRef] [PubMed]
96. Dickinson, H.G. Dry stigmas, water and self-incompatibility in Brassica. Sex. Plant Reprod. 1995, 8, 1–10.
[CrossRef]
97. Suárez, C.; Castro, A.J.; Rapoport, H.F.; Rodríguez-García, M.I. Morphological, histological and
ultrastructural changes in the olive pistil during flowering. Sex. Plant Reprod. 2012, 25, 133–146. [CrossRef]
[PubMed]
98. Wolters-Arts, M.; van der Weerd, L.; van Aelst, A.C.; van der Weerd, J.; van As, H.; Mariani, C.
Water-conducting properties of lipids during pollen hydration. Plant Cell Environ. 2002, 25, 513–519.
[CrossRef]
99. Goldman, M.H.S.; Goldberg, R.B.; Mariani, C. Female sterile tobacco plants are produced by stigma-specific
cell ablation. EMBO J. 1994, 13, 2976–2984. [PubMed]
100. Bots, M.; Mariani, C. Oleosin-like proteins are not present on the surface of tobacco pollen. Sex. Plant Reprod.
2004, 16, 223–226. [CrossRef]
101. Alché, J.D.; Castro, A.J.; Rodríguez-García, M.I. Expression of oleosin genes in the olive (Olea europaea) anther.
In Anther and Pollen: From Biology to Biotechnology; Clément, C., Pacini, E., Audran, J.C., Eds.; Springer-Verlag:
Berlin, Germany, 1999; pp. 91–99.
102. Takasaki, T.; Hatakeyama, K.; Suzuki, G.; Watanabe, M.; Isogai, A.; Hinata, K. The S receptor kinase
determines self-incompatibility in Brassica stigma. Nature 2000, 403, 913–916. [CrossRef] [PubMed]
103. Takayama, S.; Shimosato, H.; Shiba, H.; Funato, M.; Che, F.S.; Watanabe, M.; Iwano, M.; Isogai, A.
Direct ligand-receptor complex interaction controls Brassica self-incompatibility. Nature 2001, 413, 534–538.
[CrossRef] [PubMed]
104. Shimosato, H.; Yokota, N.; Shiba, H.; Iwano, M.; Entani, T.; Che, F.S.; Watanabe, M.; Isogai, A.; Takayama, S.
Characterization of the SP11/SCR high-affinity binding site involved in self/nonself recognition in Brassica
self-incompatibility. Plant Cell 2007, 19, 107–117. [CrossRef] [PubMed]
105. Chen, J.C.F.; Tsai, C.C.Y.; Tzen, J.T.C. Cloning and secondary structure analysis of caleosin, a unique
calcium-binding protein in oil bodies of plant seeds. Plant Cell Physiol. 1999, 40, 1079–1086. [CrossRef]
[PubMed]
106. Sagane, Y.; Nakagawa, T.; Yamamoto, K.; Michikawa, S.; Oguri, S.; Momonoki, Y.S. Molecular characterization
of maize acetylcholinesterase. A novel enzyme family in the plant kingdom. Plant Physiol. 2005, 138,
1359–1371. [CrossRef] [PubMed]
107. Tezuka, T.; Akita, I.; Yoshino, N.; Suzuki, Y. Regulation of self-incompatibility by acetylcholine and cAMP in
Lilium longiflorum. J. Plant Physiol. 2007, 164, 878–885. [CrossRef] [PubMed]
108. Ridley, B.L.; O’Neill, M.A.; Mohnen, D.A. Pectins: Structure, biosynthesis, and oligogalacturonide-related
signaling. Phytochemistry 2001, 57, 929–967. [CrossRef]
109. Upton, C.; Buckley, J.T. A new family of lipolytic enzymes. Trends Biochem. Sci. 1995, 20, 178–179. [CrossRef]
110. Hiscock, S.J.; Dewey, F.M.; Coleman, J.O.D.; Dickinson, H.G. Identification and localization of an active
cutinase in the pollen of Brassica napus L. Planta 1994, 193, 377–384. [CrossRef]
111. Valdivia, E.R.; Wu, Y.; Li, L.C.; Cosgrove, D.J.; Stephenson, A.G. A group-1 grass pollen allergen influences
the outcome of pollen competition in maize. PLoS ONE 2007, 2, e154. [CrossRef] [PubMed]
112. Shpigel, E.; Roiz, L.; Goren, R.; Shoseyov, O. Bacterial cellulose-binding domain modulates in vitro elongation
of different plant cells. Plant Physiol. 1998, 117, 1185–1194. [CrossRef] [PubMed]
Proteomes 2016, 4, 5 23 of 23
113. Carpita, N.C. Structure and biogenesis of the cell walls of grasses. Annu. Rev. Plant Physiol. Plant Mol. Biol.
1996, 47, 445–476. [CrossRef] [PubMed]
114. Huecas, S.; Villalba, M.; Rodríguez, R. Ole e 9, a major olive pollen allergen is a 1,3-β-glucanase. J. Biol. Chem.
2001, 276, 27959–27966. [CrossRef] [PubMed]
115. Roggen, H.P.J.; Stanley, R.G. Cell-wall-hydrolyzing enzymes in wall formation as measured by pollen-tube
extension. Planta 1969, 84, 295–303. [CrossRef] [PubMed]
116. Takeda, H.; Yoshikawa, T.; Liu, X.Z.; Nakagawa, N.; Li, Y.Q.; Sakurai, N. Molecular cloning of two
exo-β-glucanases and their in vivo substrates in the cell walls of lily pollen tubes. Plant Cell Physiol. 2004, 45,
436–444. [CrossRef] [PubMed]
117. Castro, A.J.; Alché, J.D.; Cuevas, J.; Romero, P.J.; Alché, V.; Rodríguez-García, M.I. Pollen from different olive
tree cultivars contains varying amounts of the major allergen Ole e 1. Int. Arch. Allergy Immunol. 2003, 131,
164–173. [CrossRef] [PubMed]
118. Muschietti, J.; Dircks, L.; vancanneyt, G.; McCormick, S. LAT52 protein is essential for tomato pollen
development—Pollen expressing antisense LAT52 RNA hydrates and germinates abnormally and cannot
achieve fertilization. Plant J. 1994, 6, 321–338. [CrossRef] [PubMed]
119. Tang, W.H.; Ezcurra, I.; Muschietti, J.; McCormick, S. A cysteine-rich extracellular protein, LAT52, interacts
with the extracellular domain of the pollen receptor kinase LePRK2. Plant Cell 2002, 14, 2277–2287. [CrossRef]
[PubMed]
120. Wengier, D.; Valsecchi, I.; Cabanas, M.L.; Tang, W.H.; McCormick, S.; Muschietti, J. The receptor kinases
LePRK1 and LePRK2 associate in pollen and when expressed in yeast, but dissociate in the presence of style
extract. Proc. Natl. Acad. Sci. USA 2003, 100, 6860–6865. [CrossRef] [PubMed]
121. Coffeen, W.C.; Wolpert, T.J. Purification and characterization of serine proteases that exhibit caspase-like
activity and are associated with programmed cell death in Avena sativa. Plant Cell 2004, 16, 857–873.
[CrossRef] [PubMed]
122. Coimbra, S.; Almeida, J.; Junqueira, V.; Costa, M.L.; Pereira, L.G. Arabinogalactan proteins as molecular
markers in Arabidopsis thaliana sexual reproduction. J. Exp. Bot. 2007, 58, 4027–4035. [CrossRef] [PubMed]
123. Suárez, C.; Zienkiewicz, A.; Castro, A.J.; Zienkiewicz, K.; Majewska-Sawka, A.; Rodríguez-García, M.I.
Cellular localization and levels of pectins and arabinogalactan proteins in olive (Olea europaea L.) pistil
tissues during development: Implications for pollen-pistil interaction. Planta 2013, 237, 305–319. [CrossRef]
[PubMed]
© 2016 by the authors; licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons by Attribution
(CC-BY) license (http://creativecommons.org/licenses/by/4.0/).
